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Technical Appendix
High-Throughput Genome Sequencing
High-throughput whole-genome sequencing was conducted on strains at the Plateforme identified by a self-self-BLAST analysis (6) of the reference sequence, using the following parameters: megablast (word size 28), identity percentage >95% and match length >400 bp.
Finally, clusters of SNPs introduced by horizontal sequence transfer were detected and removed with Gubbins (7). Alignment was used as input for the construction of a phylogenetic tree using 
Availability of data
Genomics sequence assemblies used in this project are available online on the NCBI network under accession PRJNA433355 (available at http://www.ncbi.nlm.nih.gov/bioproject/433355).
